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<160> 48 

<170> FastSEQ for Windows Version 4.0 

<210> 1 
<211> 2880 
<212> DNA 
<213> R. rattus 

<400> 1 

cagctccaag gcacttgctc catttggggt gtgcctgcac ctagctggtt gcaaattggg 60 

ccacagagga tctggaaagg atggaacaac gggctagctt agactcagag gagtctgagt 12 0 

ccccacccca agagaactcc tgcctggacc ctccagacag agaccctaac tgcaagccac 180 

ctccagtcaa gccccacatc ttcactacca ggagtcgtac ccggcttttt gggaagggtg 24 0 

actcggagga ggcctctccc ctggactgcc cttatgagga aggcgggctg gcttcctgcc 3 00 

ctatcatcac tgtcagctct gttctaacta tccagaggcc tggggatgga cctgccagtg 360 

tcaggccgtc atcccaggac tccgtctccg ctggtgagaa gcccccgagg ctctatgatc 420 

gcaggagcat cttcgatgct gtggctcaga gtaactgcca ggagctggag agcctgctgc 480 

ccttcctgca gaggagcaag aagcgcctga ctgacagcga gttcaaagac ccagagacag 540 

gaaagacctg tctgctaaaa gccatgctca atctgcacaa tgggcagaat gacaccatcg 600 

ctctgctcct ggacgttgcc cggaagacag acagcctgaa gcagtttgtc aatgccagct 66 0 

acacagacag ctactacaag ggccagacag cactgcacat tgccattgaa cggcggaaca 720 

tgacgctggt gaccctcttg gtggagaatg gagcagatgt ccaggctgcg gctaacgggg 780 

acttcttcaa gaaaaccaaa gggaggcctg gcttctactt tggtgagctg cccctgtccc 840 

tggctgcgtg caccaaccag ctggccattg tgaagttcct gctgcagaac tcctggcagc 900 

ctgcagacat cagcgcccgg gactcagtgg gcaacacggt gcttcatgcc ctggtggagg 96 0 
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tggcagataa cacagttgac aacaccaagt tcgtgacaag catgtacaac gagatcttga 102 0 

tcctgggggc caaactccac cccacgctga agctggaaga gat caccaac aggaaggggc 1080 

tcacgccact ggctctggct gctagcagtg ggaagatcgg ggtcttggcc tacattctcc 1140 

agagggagat ccatgaaccc gagtgccgac acctatccag gaagttcacc gaatgggcct 120 0 

atgggccagt gcactcctcc ctttatgacc tgtcctgcat tgacacctgt gaaaagaact 1260 

cggttctgga ggtgatcgct tacagcagca gtgagacccc taaccgtcat gacatgcttc 132 0 

tcgtggaacc cttgaaccga ctcctacagg acaagtggga cagatttgtc aagcgcatct 1380 

tctacttcaa cttcttcgtc tactgcttgt atatgatcat cttcaccgcg gctgcctact 1440 

atcggcctgt ggaaggcttg cccccctata agctgaaaaa caccgttggg gactatttcc 1500 

gagtcaccgg agagatcttg tctgtgtcag gaggagtcta cttcttcttc cgagggattc 156 0 

aatatttcct gcagaggcga ccatccctca agagtttgtt tgtggacagc tacagtgaga 162 0 

tacttttctt tgtacagtcg ctgttcatgc tggtgtctgt ggtactgtac ttcagccaac 1680 

gcaaggagta tgtggcttcc atggtgttct ccctggccat gggctggacc aacatgctct 1740 

actatacccg aggattccag cagatgggca tctatgctgt catgattgag aagatgatcc 1800 

tcagagacct gtgccggttt atgttcgtct acctcgtgtt cttgtttgga ttttccacag 1860 

ctgtggtgac actgattgag gatgggaaga ataactctct gcctatggag tccacaccac 1920 

acaagtgccg ggggtctgcc tgcaagccag gtaactctta caacagcctg tattccacat 1980 

gtctggagct gttcaagttc accatcggca tgggcgacct ggagttcact gagaactacg 2040 

acttcaaggc tgtcttcatc atcctgttac tggcctatgt gattctcacc tacatccttc 2100 

tgctcaacat gctcattgct ctcatgggtg agaccgtcaa caagattgca caagagagca 2160 

agaacatctg gaagctgcag agagccatca ccatcctgga tacagagaag agcttcctga 222 0 

agtgcatgag gaaggccttc cgctctggca agctgctgca ggtggggttc actcctgacg 2280 

gcaaggatga ctaccggtgg tgtttcaggg tggacgaggt aaactggact acctggaaca 2340 

ccaatgtggg tatcatcaac gaggacccag gcaactgtga gggcgtcaag cgcaccctga 2400 

gcttctccct gaggtcaggc cgagtttcag ggagaaactg gaagaacttt gccctggttc 2460 

cccttctgag ggatgcaagc actcgagata gacatgccac ccagcaggaa gaagttcaac 2520 

tgaagcatta tacgggatcc cttaagccag aggatgctga ggttttcaag gattccatgg 2580 

tcccagggga gaaataatgg acactatgca gggatcaatg cggggtcttt gggtggtctg 2640 

cttagggaac cagcagggtt gacgttatct gggtccactc tgtgcctgcc taggcacatt 2700 

cctaggactt cggcgggcct gctgtgggaa ctgggaggtg tgtgggaatt gagatgtgta 2760 

tccaaccatg atctccaaac atttggcttt caactcttta tggactttat taaacagagt 2820 

gaatggcaaa tctctacttg gacacataaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 2880 

<210> 2 
<211> 838 
<212> PRT 
<213> R. rattus 

<400> 2 

Met Glu Gin Arg Ala Ser Leu Asp Ser Glu Glu Ser Glu Ser Pro Pro 

15 10 15 

Gin Glu Asn Ser Cys Leu Asp Pro Pro Asp Arg Asp Pro Asn Cys Lys 

20 25 30 

Pro Pro Pro Val Lys Pro His lie Phe Thr Thr Arg Ser Arg Thr Arg 

35 40 45 

Leu Phe Gly Lys Gly Asp Ser Glu Glu Ala Ser Pro Leu Asp Cys Pro 

50 55 60 

Tyr Glu Glu Gly Gly Leu Ala Ser Cys Pro lie lie Thr Val Ser Ser 
65 70 75 80 

Val Leu Thr lie Gin Arg Pro Gly Asp Gly Pro Ala Ser Val Arg Pro 
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85 90 95 

Ser Ser Gin Asp Ser Val Ser Ala Gly Glu Lys Pro Pro Arg Leu Tyr 

100 105 110 

Asp Arg Arg Ser lie Phe Asp Ala Val Ala Gin Ser Asn Cys Gin Glu 

115 120 125 

Leu Glu Ser Leu Leu Pro Phe Leu Gin Arg Ser Lys Lys Arg Leu Thr 

130 135 140 

Asp Ser Glu Phe Lys Asp Pro Glu Thr Gly Lys Thr Cys Leu Leu Lys 
145 150 155 160 

Ala Met Leu Asn Leu His Asn Gly Gin Asn Asp Thr lie Ala Leu Leu 

165 170 175 

Leu Asp Val Ala Arg Lys Thr Asp Ser Leu Lys Gin Phe Val Asn Ala 

180 185 190 

Ser Tyr Thr Asp Ser Tyr Tyr Lys Gly Gin Thr Ala Leu His lie Ala 

195 200 205 

lie Glu Arg Arg Asn Met Thr Leu Val Thr Leu Leu Val Glu Asn Gly 

210 215 220 

Ala Asp Val Gin Ala Ala Ala Asn Gly Asp Phe Phe Lys Lys Thr Lys 
225 230 235 240 

Gly Arg Pro Gly Phe Tyr Phe Gly Glu Leu Pro Leu Ser Leu Ala Ala 

245 250 255 

Cys Thr Asn Gin Leu Ala lie Val Lys Phe Leu Leu Gin Asn Ser Trp 

260 265 270 

Gin Pro Ala Asp lie Ser Ala Arg Asp Ser Val Gly Asn Thr Val Leu 

275 280 285 

His Ala Leu Val Glu Val Ala Asp Asn Thr Val Asp Asn Thr Lys Phe 

290 295 300 

Val Thr Ser Met Tyr Asn Glu lie Leu lie Leu Gly Ala Lys Leu His 
305 310 315 320 

Pro Thr Leu Lys Leu Glu Glu lie Thr Asn Arg Lys Gly Leu Thr Pro 

325 330 335 

Leu Ala Leu Ala Ala Ser Ser Gly Lys lie Gly Val Leu Ala Tyr lie 

340 345 350 

Leu Gin Arg Glu lie His Glu Pro Glu Cys Arg His Leu Ser Arg Lys 

355 360 365 

Phe Thr Glu Trp Ala Tyr Gly Pro Val His Ser Ser Leu Tyr Asp Leu 

370 375 380 

Ser Cys lie Asp Thr Cys Glu Lys Asn Ser Val Leu Glu Val lie Ala 
385 390 395 400 

Tyr Ser Ser Ser Glu Thr Pro Asn Arg His Asp Met Leu Leu Val Glu 

405 410 415 

Pro Leu Asn Arg Leu Leu Gin Asp Lys Trp Asp Arg Phe Val Lys Arg 

420 425 430 

He Phe Tyr Phe Asn Phe Phe Val Tyr Cys Leu Tyr Met He He Phe 

435 440 445 

Thr Ala Ala Ala Tyr Tyr Arg Pro Val Glu Gly Leu Pro Pro Tyr Lys 

450 455 460 

Leu Lys Asn Thr Val Gly Asp Tyr Phe Arg Val Thr Gly Glu He Leu 
465 470 475 480 

Ser Val Ser Gly Gly Val Tyr Phe Phe Phe Arg Gly He Gin Tyr Phe 
485 490 495 
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Leu 


Gin 


Arg 


Arg 


Pro 


Ser 


Leu 


Lys 


Ser 


Leu 


Phe 


Val 


Asp 


Ser 


Tyr 


Ser 










500 










505 










510 








Glu 


He 


Leu 


Phe 


Phe 


Val 


Gin 


Ser 


Leu 


Phe 


Met 


Leu 


Val 


Ser 


Val 


Val 








515 










520 










525 










Leu 


Tyr 


Phe 


Ser 


Gin 


Arg 


Lys 


Glu 


Tyr 


Val 


Ala 


Ser 


Met 


Val 


Phe 


Ser 






530 










535 










540 












Leu 


Ala 


Met 


Gly 


Trp 


Thr 


Asn 


Met 


Leu 


Tyr 


Tyr 


Thr 


Arg 


Gly 


Phe 


Gin 




545 










550 










555 










560 




Gin 


Met 


Gly 


He 


Tyr 


Ala 


Val 


Met 


He 


Glu 


Lys 


Met 


He 


Leu 


Arg 


Asp 












565 










570 










575 






Leu 


Cys 


Arg 


Phe 


Met 


Phe 


Val 


Tyr 


Leu 


Val 


Phe 


Leu 


Phe 


Gly 


Phe 


Ser 










580 










585 










590 








Thr 


Ala 


Val 


Val 


Thr 


Leu 


He 


Glu 


Asp 


Gly 


Lys 


Asn 


Asn 


Ser 


Leu 


Pro 








595 










600 










605 










Met 


Glu 


Ser 


Thr 


Pro 


His 


Lys 


Cys 


Arg 


Gly 


Ser 


Ala 


Cys 


Lys 


Pro 


Gly 






610 










615 










620 












Asn 


Ser 


Tyr 


Asn 


Ser 


Leu 


Tyr 


Ser 


Thr 


Cys 


Leu 


Glu 


Leu 


Phe 


Lys 


Phe 




625 










630 










635 










640 




Thr 


He 


Gly 


Met 


Gly 


Asp 


Leu 


Glu 


Phe 


Thr 


Glu 


Asn 


Tyr 


Asp 


Phe 


Lys 












645 










650 










655 






Ala 


Val 


Phe 


He 


He 


Leu 


Leu 


Leu 


Ala 


Tyr 


Val 


He 


Leu 


Thr 


Tyr 


He 


03 
Is i 








660 










665 










670 








Leu 


Leu 


Leu 


Asn 


Met 


Leu 


He 


Ala 


Leu 


Met 


Gly 


Glu 


Thr 


Val 


Asn 


Lys 








675 










680 










685 








yj 


He 


Ala 


Gin 


Glu 


Ser 


Lys 


Asn 


He 


Trp 


Lys 


Leu 


Gin 


Arg 


Ala 


He 


Thr 






690 










695 










700 












He 


Leu 


Asp 


Thr 


Glu 


Lys 


Ser 


Phe 


Leu 


Lys 


Cys 


Met 


Arg 


Lys 


Ala 


Phe 




705 










710 










715 










720 




Arg 


Ser 


Gly 


Lys 


Leu 


Leu 


Gin 


Val 


Gly 


Phe 


Thr 


Pro 


Asp 


Gly 


Lys 


Asp 


y ? 










725 










730 










735 






Asp 


Tyr 


Arg 


Trp 


Cys 


Phe 


Arg 


Val 


Asp 


Glu 


Val 


Asn 


Trp 


Thr 


Thr 


Trp 










740 










745 










750 








Asn 


Thr 


Asn 


Val 


Gly 


He 


He 


Asn 


Glu 


Asp 


Pro 


Gly 


Asn 


Cys 


Glu 


Gly 








755 










760 










765 










Val 


Lys 


Arg 


Thr 


Leu 


Ser 


Phe 


Ser 


Leu 


Arg 


Ser 


Gly 


Arg 


Val 


Ser 


Gly 






770 










775 










780 












Arg 


Asn 


Trp 


Lys 


Asn 


Phe 


Ala 


Leu 


Val 


Pro 


Leu 


Leu 


Arg 


Asp 


Ala 


Ser 




785 










790 










795 










800 




Thr 


Arg 


Asp 


Arg 


His 


Ala 


Thr 


Gin 


Gin 


Glu 


Glu 


Val 


Gin 


Leu 


Lys 


His 












805 










810 










815 






Tyr 


Thr 


Gly 


Ser 


Leu 


Lys 


Pro 


Glu 


Asp 


Ala 


Glu 


Val 


Phe 


Lys 


Asp 


Ser 










820 










825 










830 








Met 


Val 


Pro 


Gly 


Glu 


Lys 























835 



<210> 3 
<211> 2736 
<212> DNA 
<213> R . rattus 

<400> 3 
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ggcgttaaac ctgctctgtc cactgtgtga gacgaacagg tggagggtgg acgacgcaga 60 

gaaagctcgg agcgggccgc ggaggttccc acagccccat tactgtcagc gttgagccgc 120 

acccctccgg gccgcacttc ctctctcagt ccccgctgcc ggagagcccc gctaggctcg 180 

gtgatcctag cctgcagttt gccgccgcta caccttggct tcagcctgcg gggtcccagc 240 

caggcctgcc cctgcggtat gagagaggaa ccttaacatc tccatctcta cagaggtttc 300 

agctgtaagg agcatcctcc tctctcagga tgacttcagc ctccagcccc ccagctttca 360 

ggctggagac ttccgatgga gatgaagagg gcaatgctga ggtgaacaag gggaagcagg 420 

aaccgccccc catggagtca ccattccaga gggaggaccg gaattcctcc cctcagatca 480 

aagtgaacct caacttcata aagagacctc ctaaaaacac ttctgctccc agccagcagg 54 0 

agccagatcg gtttgaccgt gaccgactct tcagtgtggt ctcccggggt gtccccgagg 6 00 

aactgactgg actgctagaa tacctgcgct ggaacagcaa gtacctcact gactctgcat 660 

acacagaagg ctccactgga aagacgtgcc tgatgaaggc tgtgctgaac cttcaggatg 72 0 

gggtcaatgc ctgcatcatg ccgctgctgc agattgacaa ggattccggc aatcccaagc 780 

ccctcgtcaa tgcccagtgc accgatgagt tctaccaagg ccacagtgcg ctgcacatcg 840 

ccatagagaa gaggagcctg cagtgcgtga agctgctggt agagaatgga gcggatgttc 900 

acctccgagc ctgtggccgc ttcttccaaa agcaccaagg aacttgtttc tattttggag 960 

£1 agctacctct ttctctggct gcgtgcacca agcagtggga tgtggtgacc tacctcctgg 1020 

^] agaacccaca ccagccggcc agcctggagg ccaccgactc cctgggcaac acagtcctgc 1080 

y(3 atgctctggt aatgattgca gataactcgc ctgagaacag tgccctggtg atccacatgt 1140 

%,j acgacgggct tctacaaatg ggggcgcgcc tctgccccac tgtgcagctt gaggaaatct 12 00 

fflj ccaaccacca aggcctcaca cccctgaaac tagccgccaa ggaaggcaaa atcgagattt 1260 

jiTj tcaggcacat tctgcagcgg gaattctcag gaccgtacca gcccctttcc cgaaagttta 1320 

fv% ctgagtggtg ttacggtcct gtgcgggtat cgctgtacga cctgtcctct gtggacagct 138 0 

J?j gggaaaagaa ctcggtgctg gagatcatcg cttttcattg caagagcccg aaccggcacc 1440 

^" gcatggtggt tttagaacca ctgaacaagc ttctgcagga gaaatgggat cggctcgtct 1500 

i „ caagattctt cttcaacttc gcctgctact tggtctacat gttcatcttc accgtcgttg 1560 

Ja» cctaccacca gccttccctg gatcagccag ccatcccctc atcaaaagcg acttttgggg 162 0 

aatccatgct gctgctgggc cacattctga tcctgcttgg gggtatttac ctcttactgg 1680 

gccagctgtg gtacttttgg cggcggcgcc tgtttatctg gatctcattc atggacagct 1740 

actttgaaat cctctttctc cttcaggctc tgctcacagt gctgtcccag gtgctgcgct 1800 

M tcatggagac tgaatggtac ctacccctgc tagtgttatc cctagtgctg ggctggctga 1860 

^ acctgcttta ctacacacgg ggctttcagc acacaggcat ctacagtgtc atgatccaga 1920 

aggtcatcct tcgagacctg ctccgtttcc tgctggtcta cctggtcttc cttttcggct 1980 

ttgctgtagc cctagtaagc ttgagcagag aggcccgaag tcccaaagcc cctgaagata 2 040 

acaactccac agtgacggaa cagcccacgg tgggccagga ggaggagcca gctccatatc 2100 

ggagcattct ggatgcctcc ctagagctgt tcaagttcac cattggtatg ggggagctgg 216 0 

ctttccagga acagctgcgt tttcgtgggg tggtcctgct gttgctgttg gcctacgtcc 2220 

ttctcaccta cgtcctgctg ctcaacatgc tcattgctct catgagcgaa actgtcaacc 22 80 

acgttgctga caacagctgg agcatctgga agttgcagaa agccatctct gtcttggaga 2340 

tggagaatgg ttactggtgg tgccggagga agaaacatcg tgaagggagg ctgctgaaag 240 0 

tcggcaccag gggggatggt acccctgatg agcgctggtg cttcagggtg gaggaagtaa 2460 

attgggctgc ttgggagaag actcttccca ccttatctga ggatccatca gggccaggca 2520 

tcactggtaa taaaaagaac ccaacctcta aaccggggaa gaacagtgcc tcagaggaag 2580 

accatctgcc ccttcaggtc ctccagtccc cctgatggcc cagatgcagc agcaggctgg 2 640 

caggatggag tagggaatct tcccagccac accagaggct actgaatttt ggtggaaata 2700 

taaatatttt ttttgcataa aaaaaaaaaa aaaaaa 2736 

<210> 4 
<211> 761 
<212> PRT 
<213> R. rattus 
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<400> 4 

Met Thr Ser Ala 
1 

Gly Asp Glu Glu 
20 

Pro Pro Met Glu 
35 

Gin lie Lys Val 
50 

Ser Ala Pro Ser 
65 

Phe Ser Val Val 

Glu Tyr Leu Arg 
100 

Glu Gly Ser Thr 
115 

Gin Asp Gly Val 
130 

Asp Ser Gly Asn 
145 

Phe Tyr Gin Gly 

Leu Gin Cys Val 
180 

Arg Ala Cys Gly 
195 

Phe Gly Glu Leu 
210 

Val Val Thr Tyr 
225 

Ala Thr Asp Ser 

Ala Asp Asn Ser 
260 

Gly Leu Leu Gin 
275 

Glu He Ser Asn 
290 

Glu Gly Lys He 
305 

Gly Pro Tyr Gin 

Pro Val Arg Val 
340 

Lys Asn Ser Val 
355 

Arg His Arg Met 
370 

Lys Trp Asp Arg 
385 



Ser Ser Pro Pro 
5 

Gly Asn Ala Glu 

Ser Pro Phe Gin 
40 

Asn Leu Asn Phe 
55 

Gin Gin Glu Pro 
70 

Ser Arg Gly Val 
85 

Trp Asn Ser Lys 

Gly Lys Thr Cys 
120 

Asn Ala Cys He 
135 

Pro Lys Pro Leu 
150 

His Ser Ala Leu 
165 

Lys Leu Leu Val 

Arg Phe Phe Gin 
200 

Pro Leu Ser Leu 
215 

Leu Leu Glu Asn 
230 

Leu Gly Asn Thr 
245 

Pro Glu Asn Ser 

Met Gly Ala Arg 
280 

His Gin Gly Leu 
295 

Glu He Phe Arg 
310 

Pro Leu Ser Arg 
325 

Ser Leu Tyr Asp 

Leu Glu He He 
360 

Val Val Leu Glu 
375 

Leu Val Ser Arg 
390 



Ala Phe Arg Leu 
10 

Val Asn Lys Gly 
25 

Arg Glu Asp Arg 

He Lys Arg Pro 
60 

Asp Arg Phe Asp 
75 

Pro Glu Glu Leu 
90 

Tyr Leu Thr Asp 
105 

Leu Met Lys Ala 

Met Pro Leu Leu 
140 

Val Asn Ala Gin 
155 

His He Ala He 
170 

Glu Asn Gly Ala 
185 

Lys His Gin Gly 

Ala Ala Cys Thr 
220 

Pro His Gin Pro 
235 

Val Leu His Ala 
250 

Ala Leu Val He 
265 

Leu Cys Pro Thr 

Thr Pro Leu Lys 
300 

His He Leu Gin 
315 

Lys Phe Thr Glu 
330 

Leu Ser Ser Val 
345 

Ala Phe His Cys 

Pro Leu Asn Lys 
380 

Phe Phe Phe Asn 
395 



Glu Thr Ser Asp 
15 

Lys Gin Glu Pro 
30 

Asn Ser Ser Pro 
45 

Pro Lys Asn Thr 

Arg Asp Arg Leu 
80 

Thr Gly Leu Leu 
95 

Ser Ala Tyr Thr 
110 

Val Leu Asn Leu 
125 

Gin He Asp Lys 

Cys Thr Asp Glu 
160 

Glu Lys Arg Ser 
175 

Asp Val His Leu 
190 

Thr Cys Phe Tyr 
205 

Lys Gin Trp Asp 

Ala Ser Leu Glu 
240 

Leu Val Met He 
255 

His Met Tyr Asp 
270 

Val Gin Leu Glu 
285 

Leu Ala Ala Lys 

Arg Glu Phe Ser 
320 

Trp Cys Tyr Gly 
335 

Asp Ser Trp Glu 
350 

Lys Ser Pro Asn 
365 

Leu Leu Gin Glu 

Phe Ala Cys Tyr 
400 





Leu 


Val 


Tyr 


Met 


Phe 
405 


He 


Phe 


Thr 


Val 


Val 
410 


Ala 


Tyr 


His 


Gin 


Pro 
415 


Ser 




Leu 


Asp 


Gin 


Pro 
420 


Ala 


He 


Pro 


Ser 


Ser 
425 


Lys 


Ala 


Thr 


Phe 


Gly 
430 


Glu 


Ser 




Met 


Leu 


Leu 
435 


Leu 


Gly 


His 


He 


Leu 
440 


He 


Leu 


Leu 


Gly 


Gly 
445 


He 


Tyr 


Leu 




Leu 


Leu 
450 


Gly 


Gin 


Leu 


Trp 


Tyr 
455 


Phe 


Trp 


Arg 


Arg 


Arg 
460 


Leu 


Phe 


He 


Trp 




He 


Ser 


Phe 


Met 


Asp 


Ser 


Tyr 


Phe 


Glu 


He 


Leu 


Phe 


Leu 


Leu 


Gin 


Ala 




465 










470 










475 










480 




Leu 


Leu 


Thr 


Val 


Leu 
485 


Ser 


Gin 


Val 


Leu 


Arg 
490 


Phe 


Met 


Glu 


Thr 


Glu 
495 


Trp 




Tyr 


Leu 


Pro 


Leu 
500 


Leu 


Val 


Leu 


Ser 


Leu 
505 


Val 


Leu 


Gly 


Trp 


Leu 
510 


Asn 


Leu 




Leu 


Tyr 


Tyr 


Thr 


Arg 


Gly Phe Gin 


His 


Thr 


Gly 


He 


Tyr 


Ser 


Val 


Met 








515 










520 










525 










He 


Gin 


Lys 


Val 


He 


Leu Arg Asp 


Leu 


Leu 


Arg 


Phe 


Leu 


Leu 


Val 


Tyr 






530 










535 










540 










•M 


Leu 


Val 


Phe 


Leu 


Phe 


Gly Phe Ala 


Val 


Ala 


Leu 


Val 


Ser 


Leu 


Ser 


Arg 




545 










550 










555 










560 


<m 
it 3 


Glu 


Ala 


Arg 


Ser 


Pro 
565 


Lys 


Ala 


Pro 


Glu 


Asp 
570 


Asn 


Asn 


Ser 


Thr 


Val 
575 


Thr 




Glu 


Gin 


Pro 


Thr 


Val 


Gly Gin Glu 


Glu 


Glu 


Pro 


Ala 


Pro 


Tyr 


Arg 


Ser 










580 










585 










590 








He 


Leu 


Asp 


Ala 


Ser 


Leu 


Glu 


Leu 


Phe 


Lys 


Phe 


Thr 


He 


Gly 


Met 


Gly 








595 










600 










605 










Glu 


Leu 


Ala 


Phe 


Gin 


Glu 


Gin 


Leu 


Arg 


Phe 


Arg 


Gly 


Val 


Val 


Leu 


Leu 






610 










615 










620 












Leu 


Leu 


Leu 


Ala 


Tyr 


Val 


Leu 


Leu 


Thr 


Tyr 


Val 


Leu 


Leu 


Leu 


Asn 


Met 


m 


625 










630 










635 










640 




Leu 


He 


Ala 


Leu 


Met 
645 


Ser 


Glu 


Thr 


Val 


Asn 
650 


His 


Val 


Ala 


Asp 


Asn 
655 


Ser 




Trp 


Ser 


He 


Trp 


Lys 


Leu Gin Lys 


Ala 


He 


Ser 


Val 


Leu 


Glu 


Met 


Glu 










660 










665 










670 








Asn 


Gly 


Tyr 


Trp 


Trp 


Cys 


Arg Arg 


Lys 


Lys 


His 


Arg 


Glu 


Gly 


Arg 


Leu 








675 










680 










685 










Leu 


Lys 


Val 


Gly 


Thr 


Arg 


Gly Asp 


Gly 


Thr 


Pro 


Asp 


Glu 


Arg 


Trp 


Cys 






690 










695 










700 












Phe 


Arg 


Val 


Glu 


Glu 


Val 


Asn 


Trp 


Ala 


Ala 


Trp 


Glu 


Lys 


Thr 


Leu 


Pro 




705 










710 










715 










720 




Thr 


Leu 


Ser 


Glu 


Asp 
725 


Pro 


Ser 


Gly 


Pro 


Gly 
730 


He 


Thr 


Gly 


Asn 


Lys 
735 


Lys 




Asn 


Pro 


Thr 


Ser 


Lys 


Pro Gly Lys 


Asn 


Ser 


Ala 


Ser 


Glu 


Glu 


Asp 


His 










740 










745 










750 








Leu 


Pro 


Leu 


Gin 


Val 


Leu 


Gin 


Ser 


Pro 

















755 760 



<210> 5 

<211> 273 

<212> DNA 

<213> Homo sapiens 

7 



<220> 

<221> misc_f eature 
<222> (1) . . . (273) 
<223> n = A,T,C or G 



<400> 5 

tgcggtctcc cnggggtgtc cccgaggatc tggctggact tccnagagta cctgagcaag 60 

accagcaagt acctcaccga ctcggaatac acagagggct ncnacaggta agacgtgcct 120 

gatgaaggct gtgctgaacc ttaaggacgg ggtcaatgcc tgcattctgc cactgctgca 180 

gatcgachgg gactctggca atcctcagcc cctggtaaat gcccagtgca cagatgacta 240 

ttaccgaggc cacagcnctc tgcacatcgc cat 273 



y 



<210> 6 

<211> 768 

<212> DNA 

<213> Homo sapiens 



. <220> 

*J <221> mi sc_f eature 

fi <222> (1) . . . (768) 

^ <223> n = A,T,C or G 

ill 

<400> 6 

tcggtgagct acccctctct ttggccgctt gcaccaagca gtgggatgtg gtaagctacc 60 

tcctggagaa cccacaccag cccgccagcc tgcagnncac tgactcccag ggcaacacag 120 

$ tcctgcatgc cctagtgatg atctcggaca actcagctga gaacattgca ctggtgacca 180 

M* gcatgtatga tgggctcctc caagctgggg cccgncctct gccctaccgt gcnagct tga 240 

Cl ggacatccgc aacctgcagg atctcacgcc tctgnaannt ggccgccaag gagggcaaga 3 00 

yk tcgrrwttty maggcacatc ctnnsmagcg ggrrktttca ggactgnagc cacctttnnc 360 

U1 ccgaaagttc accgagtggt ngctannkgg gcctgtccgg gntgtcgctg tnatgacctg 420 

Q gnnyttctnt ggacagctgt naggagaact cagtgctgga gatcattgcc tttcattngc 480 

yi, aaragcccgn accgacaccg aatggtcgtt ttggagcccc tgaacaaact gctgcaggcn 54 0 

gaaatgggat ctgctcatcc ccaagttctt cttaaacttc ctgtgtaatc tgatntacat 600 

gttcatcttc amckctgttg cctaccatca gcctacccng aagaagcagg ccgcccctca 660 

cctgaaagcg gaggttggaa actccatgct gctgacgggc cacatcctta tcctgctagg 720 

ggggatctac ctcctcgtgg ggcaaaagtg gaaattttgg gggggaat 768 



<210> 7 

<211> 650 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 
<222> (1) . . . (650) 
<223> n = A,T,C or G 



<400> 7 

tgtttcctgg ccatcgagtg gtacctgccc ctgcttgtgt ctgcgctggt gctgggctgg 60 

ctgaacctgc tttactatac acgtggcttc cagcacacag gcatctacag tgtcatgatc 120 

cagaagccct ggtgagcctg agccaggatt ggcgccccga agctcctaca ggccccaatg 180 



8 



ccacagagtc agtgcagccc atggagggac aggaggacga gggcaacggg gcccagtaca 240 

ggggtatcct ggwagcctcc ttggagctct tcaaattcac catcggcatg ggcgagctgg 3 00 

ccttccaggn gcagctgcac ttccgcggca tnggtgctgc tgctgctnct ggcctacgtn 360 

ctgctcacct acatcctgct gctcaacatg ctcatcgccc tcatngagcg agaccgtcaa 420 

cankktcgcc actgacagct ggagcatctg gaagctgcag aaagncatct nntgtcctgg 4 80 

agatggagaa tggctattgg tggtgcanga agaagcagcg ggcaggtgtg atgctgancg 540 

ttggcactaa gccagatggc agcccsgatg agcgctggtg cttcagggtn gaggaggtga 600 

actgggcttc atngggagca gacgctgcct acgctgtgtg aggacccgtc 650 

<210> 8 
<211> 317 
<212> DNA 

<213> Homo sapiens 
<400> 8 

gagcttctcc ctgcggtcaa gcagagtttc aggcagacac tggaagaact ttgccctggt 60 

ccccctttta agagaggcaa gtctcgaata ggcagtctgc tcagcccgag gaagtttatc 120 

tgcgacagtt ttcagggtct ctaaagccag aggacgctga ggtcttcaag agtcctgccg 180 

"S cttccgggga gaagtgagga cgtcacgcag acagcactgt caacactggg ccttaggaga 24 0 

ccccgttgcc acggggggct ctgagggaac acagtgcttt ttcagcagcc ttgctggtct 3 00 

ttgctgccca gcatgtt 317 



N 



y 
o 
w 



m 



<210> 9 

<211> 65 

<212> PRT 

<213> Homo sapiens 



M <22 0> 

<221> VARIANT 
<222> (1) . . . (65) 
<22 3> Xaa = Any Amino Acid 

<400> 9 

Ser Phe Ser Leu Arg Ser Ser Arg Val Ser Gly Arg His Trp Lys Asn 

15 10 15 

Phe Ala Leu Val Pro Leu Leu Arg Glu Ala Ser Xaa Arg Xaa Arg Gin 

20 25 30 

Ser Ala Gin Pro Glu Glu Val Tyr Leu Arg Gin Phe Ser Gly Ser Leu 

35 40 45 

Lys Pro Glu Asp Ala Glu Val Phe Lys Ser Pro Ala Ala Ser Gly Glu 
50 55 60 

Lys 
65 

<210> 10 
<211> 471 
<212> DNA 
<213> M. musculus 

<220> 

<221> misc feature 
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<222> (1) . . . (471) 
<223> n = A,T,C or G 



<400> 10 

cctgcagaag agcancangc gcctgannga cagcgagttc aaagacccag agacgggaaa 60 

gacctgtctg ctcaaagcca tgctcaatct gcacaatggg cagaacgaca ccattgctct 120 

gctcctggac attgcccgga agacagatag cctgaagcag tttgtcaatg ccagctacac 180 

agacagctac tacaagggcc agacagcatt acacattgcc attgaaaggc ggaacatggc 240 

nctggtgacc ctcttggtgg agaatggagc agatgtccag gctgctgctg acggggactt 300 

cttcnanaaa accaanggga ggcctggctt ctactttggt gagctgcccc tgtccctggc 360 

tgcgtgcacc aaccagctgg ccattgtgaa attcctgctg cagaactcct gggcagcctg 420 

cagacatcag tggcncggga ttcngtgggc aacacngtgc tgcacnccct t 471 



<210> 11 
<211> 450 
<212> DNA 
%J <213> M. mus cuius 

N(3 <4 00> li 



T H caagtgtcgg ggatctgcct tgcagggcca agttaattct ttacaacagc ctgtattcca 60 

|S catgtctgga gctgttcaag ttcaccatcg gcatgggtga cctggagttc accgagaact 120 

yj atgacttcaa ggctgtcttt catcatcctg ttactggcct atgtgattct cacctacatc 180 

Q ctcctgctca acatgctcat tgctctcatg ggcgagactg tcaacaagat tgcacaagag 240 

yj agcaagaaca tctggaagct gcagcgagcc atcaccatcc tggatacaga gaagagtttc 3 00 

$ ctgaagtgca tgaggaaggc cttccgctcc ggcaagctgc tgcaggtggg gttcacgccg 360 

gacggcaagg atgacttccg gtggtgcttc agggtggatg aggtgaactg gactacctgg 42 0 

f;| aacaccaacg tgggcatcat caacgaggac 45 0 



<210> 12 
<211> 18 
<212> DNA 
<213> R. rattus 

<400> 12 

gaccagcaag tacctcac 18 

<210> 13 
<211> 49 
<212> DNA 
<213> R. rattus 

<400> 13 

ctcccatgca gcccagttta cttcctccac cctgaagcac cagcgctca 49 

<210> 14 
<21l> 71 
<212> PRT 
<213> R. rattus 

<400> 14 

Glu Leu Phe Lys Phe Thr lie Gly Met Gly Asp Leu Glu Phe Thr Glu 
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1 5 
Asn Tyr Asp Phe Lys 
20 

lie Leu Thr Tyr lie 
35 

Glu Thr Val Asn Lys 
50 

Gin Arg Ala lie Thr 
65 

<210> 15 
<211> 57 
<212> PRT 

<213> Homo sapiens 
<400> 15 

Glu Leu Phe Lys Phe 

1 5 
Gin Leu His Phe Arg 
20 

Leu Leu Thr Tyr lie 
35 

Glu Thr Val Asn Ser 
50 

<210> 16 
<211> 75 
<212> PRT 
<213> Caliphora 

<400> 16 

Ser Leu Phe Trp Ala 

1 5 
Leu Ala Gly lie Lys 
20 

Gly Ser Tyr Ser Val 
35 

Ala Met Met Ser Asn 
50 

Glu Trp Lys Phe Ala 
65 

<210> 17 
<211> 75 
<212> PRT 
<213> D. melanogaster 

<400> 17 

Ser Leu Phe Trp Ala Ser Phe Gly Leu Val Asp Leu Val Ser Phe Asp 

15 10 15 

Leu Ala Gly lie Lys Ser Phe Thr Arg Phe Trp Ala Leu Leu Met Phe 



10 

Ala Val Phe He He 
25 

Leu Leu Leu Asn Met 
40 

He Ala Gin Glu Ser 

55 
He Leu 
70 



15 

Leu Leu Leu Ala Tyr Val 
30 

Leu He Ala Leu Met Gly 
45 

Lys Asn He Trp Lys Leu 
60 



Thr He Gly Met Gly Glu Leu Ala Phe Gin Glu 

10 15 
Gly Met Val Leu Leu Leu Leu Leu Ala Tyr Val 

25 30 
Leu Leu Leu Asn Met Leu He Ala Leu Met Ser 

40 45 
Val Ala Thr Asp 
55 



Ser Phe Gly Leu Val 
10 

Ser Phe Thr Arg Phe 
25 

He Asn He He Val 
40 

Ser Tyr Gin He He 
55 

Arg Ser Gin Leu Trp 
70 



Asp Leu Val Ser Phe Asp 
15 

Trp Ala Leu Leu Met Phe 
30 

Leu Leu Asn Met Leu He 
45 

Ser Glu Arg Ala Asp Val 
60 

Met 
75 



20 

Gly Ser Tyr Ser Val lie Asn lie 

35 40 
Ala Met Met Ser Asn Ser Tyr Gin 

50 55 
Glu Trp Lys Phe Ala Arg Ser Gin 
65 70 



25 30 
lie Val Leu Leu Asn Met Leu lie 
45 

He He Ser Glu Arg Ala Asp Val 
60 

Leu Trp Met 
75 



<210> 18 
<211> 75 
<212> PRT 
<213> B. taurus 



<400> 18 

Ser Leu Phe Trp Ser 

1 5 
Val Lys Ala Gin His 
20 

Gly Thr Tyr Asn Val 
35 

Ala Met Met Asn Asn 
50 

Glu Trp Lys Phe Ala 
65 



He Phe Gly Leu He Asn 
10 

Glu Phe Thr Glu Phe Val 
25 

He Ser Leu Val Val Leu 
40 

Ser Tyr Gin Leu He Ala 
55 

Arg Thr Lys Leu Trp Met 
70 75 



Leu Tyr Val Thr Asn 
15 

Gly Ala Thr Met Phe 
30 

Leu Asn Met Leu He 
45 

Asp His Ala Asp He 
60 



<210> 19 

<211> 61 

<212> PRT 

<213> C. elegans 



<400> 19 
Arg Thr Phe He 
1 

Met Ser Ala Cys 
20 

Phe Val He Phe 
35 

He Ala Met Met 
50 



Met Thr He Gly 
5 

Asp Asn Phe Trp 

Glu Thr Phe Val 
40 

Thr Arg Thr Tyr 
55 



Glu Phe Ser Val 
10 

Met Lys Trp He 
25 

Ser He Leu Gin 

Glu Thr He Phe 
60 



Leu Tyr Arg Glu 
15 

Gly Lys Leu He 
30 

Phe Asn Leu Leu 

45 

Leu 



<210> 20 

<211> 350 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> misc_feature 
<222> (1) . . . (350) 
<223> n = A,T,C or G 



<400> 20 
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gagaggtcct ggctggacnn ngcagcctcc tcctcctagg atgacctcac cctccagctc 
tccagttttc aggttggaga cattagatgg aggccaagaa gatggctctg aggcggacag 
aggaaagctg gattttggga gcgggctgcc tcccatggag tcacagttcc agggcgagga 
ccggaaattc gcccctcaga taagagtcaa cctcaactac cgaaagggaa caggtgccag 
tcagccggat ccaaaccgat ttgaccgaga tcggctcttc aatgcggtct cccggggtgt 
ccccgaggat ctggctggac ttccagagta cctgagcaag accagcaagt 

<210> 21 

<211> 764 

<212> DNA 

<213> Homo sapiens 

<400> 21 

tcggtgagct acccctctct ttggccgctt gcaccaagca gtgggatgtg gtaagctacc 
tcctggagaa cccacaccag cccgccagcc tgcaggccac tgactcccag ggcaacacag 
tcctgcatgc cctagtgatg atctcggaca actcagctga gaacattgca ctggtgacca 
gcatgtatga tgggctcctc caagctgggg cccgcctctg ccctaccgtg cagcttgagg 
acatccgcaa cctgcaggat ctcacgcctc tgaagctggc cgccaaggag ggcaagatcg 
rratyttcaa ggcacatcct tgcaagcggg aagttttcag gactgaagcc accttttccc 
cgaaagttca ccgagtggtg gctaatgggg cctgtccggg ttgtcgctgt aatgacctgg 
gctttctgtg gacagctgtg aggagaactc agtgctggrr atcattgcct ttcatttgca 
aragcccgac cgacaccgaa tggtcgtttt ggagcccctg aacaaactgc tgcaggcgaa 
atgggatctg ctcatcccca agttcttctt aaacttcctg tgtaatctga ttacatgttc 
atcttcaccg ctgttgccta ccatcagcct accctgaaga agcaggccgc ccctcacctg 
aaagcggagg ttggaaactc catgctgctg acgggccaca tccttatcct gctagggggg 
atctacctcc tcgtggggca aaagtggaaa ttttgggggg gaat 

<210> 22 

<211> 884 

<212> DNA 

<213> Homo sapiens 

<400> 22 

tgtttcctgg ccatcgagtg gtacctgccc ctgcttgtgt ctgcgctggt gctgggctgg 

ctgaacctgc tttactatac acgtggcttc cagcacacag gcatctacag tgtcatgatc 

cagaagccct ggtgagcctg agccaggatt ggcgccccga agctcctaca ggccccaatg 

ccacagagtc agtgcagccc atggagggac aggaggacga gggcaacggg gcccagtaca 

ggggtatcct ggwagcctcc ttggagctct tcaaattcac catcggcatg ggcgagctgg 

ccttccagga gcagctgcac ttccgcggca tggtgctgct gctgctgctg gcctacgtgc 

tgctcaccta catcctgctg ctcaacatgc tcatcgccct cwtgagcgag accgtcaaca 

gtgtcgccac tgacagctgg agcatctgga agctgcagaa agccatctct gtcctggaga 

tggagaatgg ctattggtgg tgcaggaaga agcagcgggc aggtgtgatg ctgaccgttg 

gcactaagcc agatggcagc ccsgatgagc gctggtgctt cagggtggag gaggtgaact 

gggcttcatg ggagcagacg ctgcctacgc tgtgtgagga cccgtcaggg gcaggtgtcc 

ctcgaactct cgagaaccct gtcctggctt cccctcccaa ggaggatgag gatggtgcct 

ctgaggaaaa ctatgtgccc gtccagctcc tccagtccaa ctgatggccc agatgcagca 
ggaggccaga ggacagagca gaggatcttt ccaaccacat ctgctggctc tggggtccca 
gtgaattctg gtggcaaata tatattttca ctaammwmaa aaac 

<210> 23 
<211> 727 
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<212> PRT 

<213> Homo sapiens 



<220> 

<221> VARIANT 

<222> (1) . . . (727) 

<223> Xaa = Any Amino Acid 



<400> 23 
Met Thr Ser Pro 
1 

Gly Gly Gin Glu 
20 

Gly Ser Gly Leu 
35 

Lys Phe Ala Pro 
50 

Gly Ala Ser Gin 
65 

Asn Ala Val Ser 

Tyr Leu Ser Lys 
100 

Gly Ser Thr Gly 
115 

Asp Gly Val Asn 
130 

Ser Gly Asn Pro 
145 

Tyr Arg Gly His 

Gin Cys Val Lys 
180 

Ala Xaa Xaa Xaa 
195 

Gly Glu Leu Pro 
210 

Val Ser Tyr Leu 
225 

Thr Asp Ser Gin 

Asp Asn Ser Ala 
260 

Leu Leu Gin Ala 
275 

lie Arg Asn Leu 
290 

Gly Lys lie Xaa 
305 

Ser Gly Leu Lys 



Ser Ser Ser Pro 
5 

Asp Gly Ser Glu 

Pro Pro Met Glu 
40 

Gin lie Arg Val 
55 

Pro Asp Pro Asn 
70 

Arg Gly Val Pro 
85 

Thr Ser Lys Tyr 

Lys Thr Cys Leu 
120 

Ala Cys lie Leu 
135 

Gin Pro Leu Val 
150 

Ser Ala Leu His 
165 

Leu Leu Val Glu 

Xaa Xaa Xaa Xaa 
200 

Leu Ser Leu Ala 
215 

Leu Glu Asn Pro 
230 

Gly Asn Thr Val 
245 

Glu Asn lie Ala 

Gly Ala Arg Leu 
280 

Gin Asp Leu Thr 
295 

lie Phe Xaa Arg 
310 

Pro Pro Phe Pro 
325 



Val Phe Arg Leu 
10 

Ala Asp Arg Gly 
25 

Ser Gin Phe Gin 

Asn Leu Asn Tyr 
60 

Arg Phe Asp Arg 
75 

Glu Asp Leu Ala 
90 

Leu Thr Asp Ser 

105 

Met Lys Ala Val 

Pro Leu Leu Gin 
140 

Asn Ala Gin Cys 
155 

lie Ala lie Glu 
170 

Asn Gly Ala Asn 
185 

Xaa Xaa Xaa Xaa 

Ala Cys Thr Lys 
220 

His Gin Pro Ala 
235 

Leu His Ala Leu 
250 

Leu Val Thr Ser 
265 

Cys Pro Thr Val 

Pro Leu Lys Leu 
300 

His lie Leu Ala 
315 

Arg Lys Phe Thr 
330 



Glu Thr Leu Asp 
15 

Lys Leu Asp Phe 
30 

Gly Glu Asp Arg 
45 

Arg Lys Gly Thr 

Asp Arg Leu Phe 
80 

Gly Leu Pro Glu 
95 

Glu Tyr Thr Glu 
110 

Leu Asn Leu Lys 
125 

lie Asp Arg Asp 

Thr Asp Asp Tyr 
160 

Lys Arg Ser Leu 
175 

Val His Ala Arg 
190 

Xaa Xaa Xaa Xaa 
205 

Gin Trp Asp Val 

Ser Leu Gin Ala 
240 

Val Met lie Ser 
255 

Met Tyr Asp Gly 
270 

Gin Leu Glu Asp 
285 

Ala Ala Lys Glu 

Ser Gly Lys Phe 
320 

Glu Trp Trp Leu 
335 
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Met Gly Pro Val 
340 

Xaa Xaa Xaa Xaa 
355 

Pro Asp Arg His 
370 

Gin Ala Lys Trp 
385 

Cys Asn Leu Xaa 

Pro Thr Leu Lys 
420 

Asn Ser Met Leu 
435 

Tyr Leu Leu Val 
450 

Xaa Xaa Xaa Xaa 
465 

Val Pro Ala Pro 

Ala Leu Leu Tyr 
500 

Asp Pro Glu Ala 
515 

Pro Thr Gly Pro 
530 

Glu Asp Glu Gly 
545 

Leu Glu Leu Phe 

Glu Gin Leu His 
580 

Val Leu Leu Thr 
595 

Ser Glu Thr Val 
610 

Leu Gin Lys Ala 
625 

Cys Arg Lys Lys 

Pro Asp Gly Ser 
660 

Asn Trp Ala Ser 
675 

Ser Gly Ala Gly 
690 

Pro Pro Lys Glu 
705 

Val Gin Leu Leu 



Arg Val Xaa Xaa 

Xaa Xaa Xaa Xaa 
360 

Arg Met Val Val 
375 

Asp Leu Leu lie 
390 

Tyr Met Phe lie 
405 

Lys Gin Ala Ala 

Leu Thr Gly His 
440 

Gly Gin Lys Trp 
455 

Xaa Xaa Xaa Xaa 
470 

Ala Cys Val Cys 
485 

Thr Trp Leu Pro 

Leu Val Ser Leu 
520 

Asn Ala Thr Glu 
535 

Asn Gly Ala Gin 
550 

Lys Phe Thr lie 
565 

Phe Arg Gly Met 

Tyr lie Leu Leu 
600 

Asn Ser Val Ala 
615 

lie Ser Val Leu 
630 

Gin Arg Ala Gly 
645 

Pro Asp Glu Arg 

Trp Glu Gin Thr 
680 

Val Pro Arg Thr 
695 

Asp Glu Asp Gly 

710 
Gin Ser Asn 
725 



Xaa Xaa Xaa Xaa 
345 

Xaa Xaa Xaa Xaa 

Leu Glu Pro Leu 
380 

Pro Lys Phe Phe 
395 

Phe Thr Ala Val 
410 

Pro His Leu Lys 
425 

lie Leu lie Leu 

Lys Phe Trp Xaa 
460 

Xaa Xaa Phe Pro 
475 

Ala Gly Ala Gly 
490 

Ala His Arg His 
505 

Ser Gin Asp Trp 

Ser Val Gin Pro 
540 

Tyr Arg Gly lie 
555 

Gly Met Gly Glu 
570 

Val Leu Leu Leu 
585 

Leu Asn Met Leu 

Thr Asp Ser Trp 
620 

Glu Met Glu Asn 
635 

Val Met Leu Thr 
650 

Trp Cys Phe Arg 
665 

Leu Pro Thr Leu 

Leu Glu Asn Pro 
700 

Ala Ser Glu Glu 
715 



Xaa Xaa Xaa Xaa 
350 

Xaa Xaa Xaa Xaa 
365 

Asn Lys Leu Leu 

Leu Asn Phe Leu 
400 

Ala Tyr His Gin 
415 

Ala Glu Val Gly 
430 

Leu Gly Gly He 
445 

Xaa Xaa Xaa Xaa 

Gly His Arg Val 
480 

Leu Ala Glu Pro 
495 

Leu Gin Cys His 
510 

Arg Pro Glu Ala 
525 

Met Glu Gly Gin 

Leu Xaa Ala Ser 
560 

Leu Ala Phe Gin 
575 

Leu Leu Ala Tyr 
590 

He Ala Leu Xaa 
605 

Ser He Trp Lys 

Gly Tyr Trp Trp 
640 

Val Gly Thr Lys 
655 

Val Glu Glu Val 
670 

Cys Glu Asp Pro 
685 

Val Leu Ala Ser 

Asn Tyr Val Pro 
720 
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<210> 24 
<211> 2845 
<212> DNA 
<213> chicken 



<400> 24 

ttcctataga acagagggag tttgctgaga ctggactatt ctgcagaaga caggatattt 60 
ttgcaatatt tggtgatcgg acggagggac acagaaaact tgaaaggctg cttgttcatc 120 
atgtcttcca ttcttgagaa gatgaagaaa tttggcagtt ctgacataga agaatctgaa 
gtgacagatg aacacacgga tggggaagac tcagcactgg aaacagctga caacctccag 
ggtacattca gcaacaaggt gcagccatcc aaaagcaaca tctttgcaag acgtggacgg 
tttgtgatgg gggattgtga caaggacatg gctccaatgg actcctttta ccagatggat 
cacctgatgg caccttctgt catcaaattt catgccaata tggagagggg gaaacttcac 
aagctcctgt caacagactc catcacaggc tgctctgaaa aagctttcaa attttatgac 
cgcagaagga tctttgatgc tgtagcccga ggcagcacaa aggacctgga tgatctgctg 540 
ctctatctaa ataggacctt gaagcatctc acagatgatg aattcaaaga accagaaact 
gggaaaacct gcttactgaa agccatgctg aatctacatg atgggaaaaa tgataccatt 
cccttgctgc tggatattgc aaagaaaact ggaactctga aagagtttgt aaatgcagaa 
tatactgaca actattacaa aggccagact gcactccaca ttgccattga gagaaggaac 
atgtacctgg taaaactctt ggtccagaat ggagcagatg ttcatgcaag agcatgtggg 
gagttcttca ggaaaatcaa agggaaacct ggtttttatt ttggagagct gcccctgtcc 
ctggctgcct gcaccaatca gctctgcatt gtgaaatttc tccttgagaa cccctaccag ^960 
gctgctgaca ttgctgctga ggactccatg ggcaatatgg ttctgcatac tctggtggag 
attgcagata atactaagga taataccaag ttcgttacga agatgtacaa taacatattg 
atccttggtg ccaaaataaa tcctatcctg aagttggaag aactcaccaa caaaaaaggg 
ctgactccat taacgttggc agccaaaaca gggaagatag ggattttcgc ttacatcctc 
agacgagaga tcaaagatcc tgaatgcaga cacttgtcta ggaagttcac tgaatgggct 
tatggacctg tccattcatc tctttatgac ctgtcctgca tagacacatg tgagaaaaat 
tcagtgcttg aaattattgc ctacagtagt gaaacaccaa atcgtcatga gatgctgctg 
gtagagcccc ttaacaggct actgcaagac aagtgggacc gatttgtcaa gcacttattt 
tacttcaact tctttgtata tgcaattcat atcagcatcc tcaccacagc tgcctactac 
agacctgtgc agaaggggga caagcctccc ttcgcttttg gtcacagcac tggggaatat 
tttcgagtga ctggagagat actgagtgta ttgggaggac tgtatttttt tttcagaggg 1620 
atacagtatt ttgtgcagag gcgcccatca ttgaagacgc tgatagttga cagttacagt 1680 
gaagttcttt tcttcgttca ctctttgctc ctcctgagct ctgtggtgct gtacttctgt 
ggccaggaac tgtatgtggc ttccatggtc ttctccttgg ctctgggctg ggctaacatg 
ctatactaca cccgtggctt ccagcagatg ggcatttact ctgtcatgat tgcaaagatg 
atcctaagag acttatgtcg cttcatgttt gtctatctag tattcctctt gggattttcc 1920 
acagctgtgg tgactttaat tgaagatgac aatgaggggc aggacacaaa tagctctgaa 
tatgcccgat gcagccatac gaaacgaggc cgcacatcct ataacagtct gtattatacc 
tgcttggaac ttttcaagtt cactattggg atgggagacc tggagtttac agagaactac 
aggttcaagt ctgtgtttgt catccttttg gttctctatg tcatccttac gtacatcctc 
ctgctcaata tgcttattgc actgatggga gaaactgtga gcaaaattgc acaggagagc 
aagagcatct ggaaactcca gaggcccatc acgatcttgg atattgaaaa cagctacttg 2280 
aactgtttga ggcgctcatt ccgatctgga aaaagagtct tggtgggaat cacacctgat 2340 
ggccaagatg attacagatg gtgctttaga gttgatgaag tgaactggtc cacgtggaat 2400 
acaaatttgg gcataatcaa cgaagatcct gggtgctctg gtgacctcaa acgaaatccc 2460 
agttactgta ttaagcctgg tagagtttca gggaaaaatt ggaaaacttt ggttccactt 2520 
ttaagagatg gaagcaggag agaagaaaca ccaaaactac cagaagaaat caaattaaaa 2580 
cccattttgg aaccttatta tgagccagag gattgtgaga cattgaagga atcgcttcca 2640 
aagtcagtct gatcttttgt ttttaagaag gttaattcta gttgtttgtg ttggttctta 2 700 



180 
240 
300 
360 
420 
480 



600 
660 
720 
780 
840 
900 



1020 
1080 
1140 
1200 
1260 
1320 
1380 
1440 
1500 
1560 



1740 
1800 
1860 



1980 
2040 
2100 
2160 
2220 
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caaggaggac aattaaaacg cttccttcat aagagcgggg atttatggaa aaaggccaaa 
gaagctagga aatgactgtg tgcaaggatt cattaagtat cttgaataaa ctacttgttg 
tttaaaaaaa aaaaaaaaaa aaaaa 



2760 
2820 
2845 



<210> 25 
<2U> 843 
<212> PRT 
<213> chicken 



<400> 25 

Met Ser Ser He Leu Glu Lys Met Lys Lys Phe Gly Ser Ser Asp He 

1 5 10 15 

Glu Glu Ser Glu Val Thr Asp Glu His Thr Asp Gly Glu Asp Ser Ala 

20 25 30 

Leu Glu Thr Ala Asp Asn Leu Gin Gly Thr Phe Ser Asn Lys Val Gin 

35 40 45 

Pro Ser Lys Ser Asn He Phe Ala Arg Arg Gly Arg Phe Val Met Gly 
50 55 60 

O Asp Cys Asp Lys Asp Met Ala Pro Met Asp Ser Phe Tyr Gin Met Asp 

*P 65 70 75 80 

y:l His Leu Met Ala Pro Ser Val He Lys Phe His Ala Asn Met Glu Arg 

\| 85 90 95 

03 Gly Lys Leu His Lys Leu Leu Ser Thr Asp Ser He Thr Gly Cys Ser 

U 100 105 HO 

B Glu Lys Ala Phe Lys Phe Tyr Asp Arg Arg Arg He Phe Asp Ala Val 

Cj H5 12° 125 

Ala Arg Gly Ser Thr Lys Asp Leu Asp Asp Leu Leu Leu Tyr Leu Asn 

130 135 140 

Arg Thr Leu Lys His Leu Thr Asp Asp Glu Phe Lys Glu Pro Glu Thr 
145 150 155 160 

Gly Lys Thr Cys Leu Leu Lys Ala Met Leu Asn Leu His Asp Gly Lys 

165 170 175 

Asn Asp Thr He Pro Leu Leu Leu Asp He Ala Lys Lys Thr Gly Thr 

180 185 190 

Leu Lys Glu Phe Val Asn Ala Glu Tyr Thr Asp Asn Tyr Tyr Lys Gly 

195 200 205 

Gin Thr Ala Leu His He Ala He Glu Arg Arg Asn Met Tyr Leu Val 

210 215 220 

Lys Leu Leu Val Gin Asn Gly Ala Asp Val His Ala Arg Ala Cys Gly 
225 230 235 240 

Glu Phe Phe Arg Lys He Lys Gly Lys Pro Gly Phe Tyr Phe Gly Glu 

245 250 255 

Leu Pro Leu Ser Leu Ala Ala Cys Thr Asn Gin Leu Cys He Val Lys 

260 265 270 

Phe Leu Leu Glu Asn Pro Tyr Gin Ala Ala Asp He Ala Ala^ Glu Asp 

275 280 285 

Ser Met Gly Asn Met Val Leu His Thr Leu Val Glu He Ala Asp Asn 

290 295 300 

Thr Lys Asp Asn Thr Lys Phe Val Thr Lys Met Tyr Asn Asn He Leu 
305 310 315 320 

He Leu Gly Ala Lys He Asn Pro He Leu Lys Leu Glu Glu Leu Thr 



in 
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Asn Lys Lys Gly 
340 

He Gly He Phe 
355 

Cys Arg His Leu 
370 

His Ser Ser Leu 
385 

Ser Val Leu Glu 

Glu Met Leu Leu 
420 

Asp Arg Phe Val 
435 

He His He Ser 
450 

Lys Gly Asp Lys 
465 

Phe Arg Val Thr 

Phe Phe Arg Gly 
500 

Thr Leu He Val 
515 

Leu Leu Leu Leu 
530 

Tyr Val Ala Ser 
545 

Leu Tyr Tyr Thr 

He Ala Lys Met 
580 

Leu Val Phe Leu 
595 

Asp Asp Asn Glu 
610 

Ser His Thr Lys 
625 

Cys Leu Glu Leu 

Thr Glu Asn Tyr 
660 

Tyr Val He Leu 
675 

Met Gly Glu Thr 
690 

Lys Leu Gin Arg 
705 

Asn Cys Leu Arg 



325 

Leu Thr Pro Leu 

Ala Tyr He Leu 
360 

Ser Arg Lys Phe 
375 

Tyr Asp Leu Ser 
390 

He He Ala Tyr 
405 

Val Glu Pro Leu 

Lys His Leu Phe 
440 

He Leu Thr Thr 
455 

Pro Pro Phe Ala 
470 

Gly Glu He Leu 
485 

He Gin Tyr Phe 

Asp Ser Tyr Ser 
520 

Ser Ser Val Val 
535 

Met Val Phe Ser 
550 

Arg Gly Phe Gin 
565 

He Leu Arg Asp 

Leu Gly Phe Ser 
600 

Gly Gin Asp Thr 
615 

Arg Gly Arg Thr 
630 

Phe Lys Phe Thr 
645 

Arg Phe Lys Ser 

Thr Tyr He Leu 
680 

Val Ser Lys He 
695 

Pro He Thr He 
710 

Arg Ser Phe Arg 
725 



330 

Thr Leu Ala Ala 
345 

Arg Arg Glu He 

Thr Glu Trp Ala 
380 

Cys He Asp Thr 
395 

Ser Ser Glu Thr 
410 

Asn Arg Leu Leu 
425 

Tyr Phe Asn Phe 

Ala Ala Tyr Tyr 
460 

Phe Gly His Ser 
475 

Ser Val Leu Gly 
490 

Val Gin Arg Arg 
505 

Glu Val Leu Phe 

Leu Tyr Phe Cys 
540 

Leu Ala Leu Gly 
555 

Gin Met Gly He 
570 

Leu Cys Arg Phe 
585 

Thr Ala Val Val 

Asn Ser Ser Glu 
620 

Ser Tyr Asn Ser 
635 

He Gly Met Gly 
650 

Val Phe Val He 
665 

Leu Leu Asn Met 

Ala Gin Glu Ser 
700 

Leu Asp He Glu 
715 

Ser Gly Lys Arg 
730 

18 



335 

Lys Thr Gly Lys 
350 

Lys Asp Pro Glu 
365 

Tyr Gly Pro Val 

Cys Glu Lys Asn 
400 

Pro Asn Arg His 
415 

Gin Asp Lys Trp 
430 

Phe Val Tyr Ala 
445 

Arg Pro Val Gin 

Thr Gly Glu Tyr 
480 

Gly Leu Tyr Phe 
495 

Pro Ser Leu Lys 
510 

Phe Val His Ser 
525 

Gly Gin Glu Leu 

Trp Ala Asn Met 
560 

Tyr Ser Val Met 
575 

Met Phe Val Tyr 
590 

Thr Leu He Glu 
605 

Tyr Ala Arg Cys 

Leu Tyr Tyr Thr 
640 

Asp Leu Glu Phe 
655 

Leu Leu Val Leu 
670 

Leu He Ala Leu 
685 

Lys Ser He Trp 

Asn Ser Tyr Leu 
720 

Val Leu Val Gly 
735 



lie Thr Pro Asp Gly 
740 

Glu Val Asn Trp Ser 
755 

Asp Pro Gly Cys Ser 
770 

Lys Pro Gly Arg Val 
785 

Leu Arg Asp Gly Ser 
805 

lie Lys Leu Lys Pro 
820 

Glu Thr Leu Lys Glu 
835 

<210> 26 
<211> 135 
<212> DNA 
<213> Homo sapiens 

<400> 26 

ttcaagttta cgatcgggat gggcgacctg gagttcactg agaactatga cttcaaggct 

gtcttcatca tcctgctgct ggcctatgta attctcacct acatcctcct gctcaacatg 

tttatcgctc tcatg 

<210> 27 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> consensus 
<400> 27 

tttcaaagtt tcacgatcat atcgggatca tg 

<210> 28 
<211> 35 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> consensus 
<400> 28 

catgatcaga gatcgcgata tgatcagaca tagtt 

<210> 29 
<211> 135 
<212> DNA 
<213> chicken 



Gin Asp Asp Tyr Arg 
745 

Thr Trp Asn Thr Asn 
760 

Gly Asp Leu Lys Arg 
775 

Ser Gly Lys Asn Trp 
790 

Arg Arg Glu Glu Thr 
810 

lie Leu Glu Pro Tyr 
825 

Ser Leu Pro Lys Ser 
840 



Trp Cys Phe Arg Val Asp 
750 

Leu Gly lie lie Asn Glu 
765 

Asn Pro Ser Tyr Cys lie 
780 

Lys Thr Leu Val Pro Leu 
795 800 
Pro Lys Leu Pro Glu Glu 
815 

Tyr Glu Pro Glu Asp Cys 
830 

Val 



<400> 29 

ttcaagttca cgattgggat gggtgacctg gattttcatg aacatgccag attcagatac 60 

tttgtcatgc ttctgctgct gctttttgtg atcctcacct acatcctttt gctcaacatg 120 

cttatagccc ttata 135 

<210> 30 
<211> 135 
<212> DNA 
<213> chicken 

<400> 30 

ttcaagttca ctattgggat gggagacctg gagtttacag agaactacag gttcaagtct 60 

gtgtttgtca tccttttggt tctctatgtc atccttacgt acatcctcct gctcaatatg 120 

cttatagccc taatg 135 

<210> 31 

<211> 28 

<212> DNA 

<213> Homo sapiens 



<400> 31 

tatctttcaa tctttctttc gtgatcta 



<210> 32 
<211> 17 
W <212> DNA 

s <213> Homo sapiens 

0 <400> 32 

aaaaggggga ccagggc 



28 
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<210> 33 

<211> 2544 

<212> DNA 

<213> Homo sapiens 

<400> 33 

ggatccagca aggatgaaga aatggagcag cacagacttg ggggcagctg cggacccact 60 

ccaaaaggac acctgcccag accccctgga tggagaccct aactccaggc cacctccagc 12 0 

caagccccag ctctccacgg ccaagagccg cacccggctc tttgggaagg gtgactcgga 180 

ggaggctttc ccggtggatt gccctcacga ggaaggtgag ctggactcct gcccgaccat 240 

cacagtcagc cctgttatca ccatccagag gccaggagac ggccccaccg gtgccaggct 300 

gctgtcccag gactctgtcg ccgccagcac cgagaagacc ctcaggctct atgatcgcag 360 

gagtatcttt gaagccgttg ctcagaataa ctgccaggat ctggagagcc tgctgctctt 420 

cctgcagaag agcaagaagc acctcacaga caacgagttc aaagaccctg agacagggaa 480 

gacctgtctg ctgaaagcca tgctcaacct gcacgacgga cagaacacca ccatccccct 54 0 

gctcctggag atcgcgcggc aaacggacag cctgaaggag cttgtcaacg ccagctacac 600 

ggacagctac tacaagggcc agacagcact gcacatcgcc atcgagagac gcaacatggc 660 

cctggtgacc ctcctggtgg agaacggagc agacgtccag gctgcggccc atggggactt 720 

ctttaagaaa accaaagggc ggcctggatt ctacttcggt gaactgcccc tgtccctggc 780 

cgcgtgcacc aaccagctgg gcatcgtgaa gttcctgctg cagaactcct ggcagacggc 840 

20 



cgacatcagc gccagggact cggtgggcaa cacggtgctg cacgccctgg tggaggtggc 900 

cgacaacacg gccgacaaca cgaagtttgt gacgagcatg tacaatgaga ttctgatcct 960 

gggggccaaa ctgcacccga cgctgaagct ggaggagctc accaacaaga agggaatgac 102 0 

gccgctggct ctggcagctg ggaccgggaa gatcggggtc ttggcctata ttctccagcg 108 0 

ggagatccag gagcccgagt gcaggcacct gtccaggaag ttcaccgagt gggcctacgg 1140 

gcccgtgcac tcctcgctgt acgacctgtc ctgcatcgac acctgcgaga agaactcggt 1200 

gctggaggtg atcgcctaca gcagcagcga gacccctaat cgccacgaca tgctcttggt 1260 

ggagccgctg aaccgactcc tgcaggacaa gtgggacaga ttcgtcaagc gcatcttcta 1320 

cttcaacttc ctggtctact gcctgtacat gatcatcttc accatggctg cctactacag 1380 

gcccgtggat ggcttgcctc cctttaagat ggaaaaaact ggagactatt tccgagttac 144 0 

tggagagatc ctgtctgtgt taggaggagt ctacttcttt ttccgaggga ttcagtattt 1500 

cctgcagagg cggccgtcga tgaagaccct gtttgtggac agctacagtg agatgctttt 156 0 

ctttctgcag tcactgttca tgctggccac cgtggtgctg tacttcagcc acctcaagga 162 0 

gtatgtggct tccatggtat tctccctggc cttgggctgg accaacatgc tctactacac 1680 

ccgcggtttc cagcagatgg gcatctatgc cgtcatgata gagaagatga tcctgagaga 1740 

cctgtgccgt ttcatgtttg tctacgtcgt cttcttgttc gggttttcca cagcggtggt 1800 

gacgctgatt gaagacggga agaatgactc cctgccgtct gagtccacgt cgcacaggtg 1860 

gcgggggcct gcctgcaggc cccccgatag ctcctacaac agcctgtact ccacctgcct 1920 

ggagctgttc aagttcacca tcggcatggg cgacctggag ttcactgaga actatgactt 1980 

caaggctgtc ttcatcatcc tgctgctggc ctatgtaatt ctcacctaca tcctcctgct 2040 

caacatgctc atcgccctca tgggtgagac tgtcaacaag atcgcacagg agagcaagaa 2100 

catctggaag ctgcagagag ccatcaccat cctggacacg gagaagagct tccttaagtg 2160 

catgaggaag gccttccgct caggcaagct gctgcaggtg gggtacacac ctgatggcaa 2220 

fi ggacgactac cggtggtgct tcagggtgga cgaggtgaac tggaccacct ggaacaccaa 2280 

S cgtgggcatc atcaacgaag acccgggcaa ctgtgagggc gtcaagcgca ccctgagctt 2340 

ctccctgcgg tcaagcagag tttcaggcag acactggaag aactttgccc tggtccccct 2400 

tttaagagag gcaagtgctc gagataggca gtctgctcag cccgaggaag tttatctgcg 246 0 

acagttttca gggtctctga agccagagga cgctgaggtc ttcaagagtc ctgccgcttc 2520 

^ cggggagaag tgaaagccga attc 2544 

o 

<210> 34 
111 <211> 83 9 

C3 <212> PRT 

M? <213> Homo sapiens 



1U 



u 



<400> 34 

Met Lys Lys Trp Ser Ser Thr Asp Leu Gly Ala Ala Ala Asp Pro Leu 

15 10 15 

Gin Lys Asp Thr Cys Pro Asp Pro Leu Asp Gly Asp Pro Asn Ser Arg 

20 25 30 

Pro Pro Pro Ala Lys Pro Gin Leu Ser Thr Ala Lys Ser Arg Thr Arg 

35 40 45 

Leu Phe Gly Lys Gly Asp Ser Glu Glu Ala Phe Pro Val Asp Cys Pro 

50 55 60 

His Glu Glu Gly Glu Leu Asp Ser Cys Pro Thr lie Thr Val Ser Pro 
65 70 75 80 

Val He Thr He Gin Arg Pro Gly Asp Gly Pro Thr Gly Ala Arg Leu 

85 90 95 

Leu Ser Gin Asp Ser Val Ala Ala Ser Thr Glu Lys Thr Leu Arg Leu 

100 105 110 

Tyr Asp Arg Arg Ser He Phe Glu Ala Val Ala Gin Asn Asn Cys Gin 



21 



115 

Asp Leu Glu Ser 
130 

Thr Asp Asn Glu 
145 

Lys Ala Met Leu 

Leu Leu Glu lie 
180 

Ala Ser Tyr Thr 
195 

Ala lie Glu Arg 
210 

Gly Ala Asp Val 
225 

Lys Gly Arg Pro 

Ala Cys Thr Asn 
260 

Trp Gin Thr Ala 
275 

Leu His Ala Leu 
290 

Phe Val Thr Ser 
305 

His Pro Thr Leu 

Pro Leu Ala Leu 
340 

lie Leu Gin Arg 
355 

Lys Phe Thr Glu 
370 

Leu Ser Cys lie 
385 

Ala Tyr Ser Ser 

Glu Pro Leu Asn 
420 

Arg lie Phe Tyr 
435 

Phe Thr Met Ala 
450 

Lys Met Glu Lys 
465 

Ser Val Leu Gly 

Leu Gin Arg Arg 
500 

Glu Met Leu Phe 
515 



12 0 

Leu Leu Leu Phe 
135 

Phe Lys Asp Pro 
150 

Asn Leu His Asp 
165 

Ala Arg Gin Thr 

Asp Ser Tyr Tyr 
200 

Arg Asn Met Ala 
215 

Gin Ala Ala Ala 
230 

Gly Phe Tyr Phe 
245 

Gin Leu Gly lie 

Asp lie Ser Ala 
280 

Val Glu Val Ala 
295 

Met Tyr Asn Glu 
310 

Lys Leu Glu Glu 
325 

Ala Ala Gly Thr 

Glu lie Gin Glu 
360 

Trp Ala Tyr Gly 
375 

Asp Thr Cys Glu 
390 

Ser Glu Thr Pro 
405 

Arg Leu Leu Gin 

Phe Asn Phe Leu 
440 

Ala Tyr Tyr Arg 
455 

Thr Gly Asp Tyr 
470 

Gly Val Tyr Phe 
485 

Pro Ser Met Lys 

Phe Leu Gin Ser 
520 



Leu Gin Lys Ser 
140 

Glu Thr Gly Lys 
155 

Gly Gin Asn Thr 
170 

Asp Ser Leu Lys 
185 

Lys Gly Gin Thr 

Leu Val Thr Leu 
220 

His Gly Asp Phe 
235 

Gly Glu Leu Pro 
250 

Val Lys Phe Leu 
265 

Arg Asp Ser Val 

Asp Asn Thr Ala 
300 

lie Leu lie Leu 
315 

Leu Thr Asn Lys 
330 

Gly Lys He Gly 
345 

Pro Glu Cys Arg 

Pro Val His Ser 
380 

Lys Asn Ser Val 
395 

Asn Arg His Asp 
410 

Asp Lys Trp Asp 
425 

Val Tyr Cys Leu 

Pro Val Asp Gly 
460 

Phe Arg Val Thr 
475 

Phe Phe Arg Gly 
490 

Thr Leu Phe Val 
505 

Leu Phe Met Leu 



125 

Lys Lys His Leu 

Thr Cys Leu Leu 
160 

Thr He Pro Leu 
175 

Glu Leu Val Asn 
190 

Ala Leu His He 
205 

Leu Val Glu Asn 

Phe Lys Lys Thr 
240 

Leu Ser Leu Ala 
255 

Leu Gin Asn Ser 
270 

Gly Asn Thr Val 
285 

Asp Asn Thr Lys 

Gly Ala Lys Leu 
320 

Lys Gly Met Thr 
335 

Val Leu Ala Tyr 
350 

His Leu Ser Arg 
365 

Ser Leu Tyr Asp 

Leu Glu Val lie 
400 

Met Leu Leu Val 
415 

Arg Phe Val Lys 
430 

Tyr Met He He 
445 

Leu Pro Pro Phe 

Gly Glu He Leu 
480 

He Gin Tyr Phe 
495 

Asp Ser Tyr Ser 
510 

Ala Thr Val Val 
525 
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Leu 


Tyr 


Phe 


Ser 


His 


Leu 


Lys 


Glu 


Tyr 


Val 


Ala 


Ser 


Met 


Val 


Phe 


Ser 






530 










535 










540 












Leu 


Ala 


Leu 


Gly 


Trp 


Thr 


Asn 


Met 


Leu 


Tyr 


Tyr 


Thr 


Arg 


Gly 


Phe 


Gin 




545 










550 










555 










560 




Gin 


Met 


Gly 


He 


Tyr 


Ala 


Val 


Met 


He 


Glu 


Lys 


Met 


He 


Leu 


Arg 


As P 












565 










570 










575 






Leu 


Cys 


Arg 


Phe 


Met 


Phe 


Val 


Tyr 


Val 


Val 


Phe 


Leu 


Phe 


Gly 


Phe 


Ser 










580 










585 










590 








Thr 


Ala 


Val 


Val 


Thr 


Leu 


He 


Glu 


Asp 


Gly 


Lys 


Asn 


Asp 


Ser 


Leu 


Pro 








595 










600 










605 










Ser 


Glu 


Ser 


Thr 


Ser 


His 


Arg 


Trp 


Arg 


Gly 


Pro 


Ala 


Cys 


Arg 


Pro 


Pro 






610 










615 










620 












Asp 


Ser 


Ser 


Tyr 


Asn 


Ser 


Leu 


Tyr 


Ser 


Thr 


Cys 


Leu 


Glu 


Leu 


Phe 


Lys 




625 










630 










635 










640 




Phe 


Thr 


He 


Gly 


Met 


Gly 


Asp 


Leu 


Glu 


Phe 


Thr 


Glu 


Asn 


Tyr 


Asp 


Phe 












645 










650 










655 






Lys 


Ala 


Val 


Phe 


He 


He 


Leu 


Leu 


Leu 


Ala 


Tyr 


Val 


He 


Leu 


Thr 


Tyr 










660 










665 










670 






f\ 


lie 


Leu 


Leu 


Leu 


Asn 


Met 


Leu 


He 


Ala 


Leu 


Met 


Gly 


Glu 


Thr 


Val 


Asn 








675 










680 










685 








Cj 


Lys 


He 


Ala 


Gin 


Glu 


Ser 


Lys 


Asn 


He 


Trp 


Lys 


Leu 


Gin 


Arg 


Ala 


He 






690 










695 










700 










m 


Thr 


He 


Leu 


Asp 


Thr 


Glu 


Lys 


Ser 


Phe 


Leu 


Lys 


Cys 


Met 


Arg 


Lys 


Ala 




705 










710 










715 










720 


H 


Phe 


Arg 


Ser 


Gly 


Lys 


Leu 


Leu 


Gin 


Val 


Gly 


Tyr 


Thr 


Pro 


Asp 


Gly 


Lys 












725 










730 










735 






Asp 


Asp 


Tyr 


Arg 


Trp 


Cys 


Phe 


Arg 


Val 


Asp 


Glu 


Val 


Asn 


Trp 


Thr 


Thr 










740 










745 










750 








Trp 


Asn 


Thr 


Asn 


Val 


Gly 


He 


He 


Asn 


Glu 


Asp 


Pro 


Gly 


Asn 


Cys 


Glu 


t" ■• 






755 










760 










765 








yl 


Gly 


Val 


Lys 


Arg 


Thr 


Leu 


Ser 


Phe 


Ser 


Leu 


Arg 


Ser 


Ser 


Arg 


Val 


Ser 






770 










775 










780 












Gly 


Arg 


His 


Trp 


Lys 


Asn 


Phe 


Ala 


Leu 


Val 


Pro 


Leu 


Leu 


Arg 


Glu 


Ala 




785 










790 










795 










800 




Ser 


Ala 


Arg 


Asp 


Arg 


Gin 


Ser 


Ala 


Gin 


Pro 


Glu 


Glu 


Val 


Tyr 


Leu 


Arg 












805 










810 










815 






Gin 


Phe 


Ser 


Gly 


Ser 


Leu 


Lys 


Pro 


Glu 


Asp 


Ala 


Glu 


Val 


Phe 


Lys 


Ser 










820 










825 










830 








Pro 


Ala 


Ala 


Ser 


Gly 


Glu 


Lys 





















835 



<210> 35 

<211> 2380 

<212> DNA 

<213> Homo sapiens 

<400> 35 

cagcctcctc ctcctaggat gacctcaccc tccagctctc cagttttcag gttggagaca 60 

ttagatggag gccaagaaga tggctctgag gcggacagag gaaagctgga ttttgggagc 120 

gggctgcctc ccatggagtc acagttccag ggcgaggacc ggaaattcgc ccctcagata 180 

agagtcaacc tcaactaccg aaagggaaca ggtgccagtc agccggatcc aaaccgattt 240 



23 



gaccgagatc ggctcttcaa tgcggtctcc cggggtgtcc ccgaggatct ggctggactt 300 

ccagagtacc tgagcaagac cagcaagtac ctcaccgact cggaatacac agagggctcc 360 

acaggtaaga cgtgcctgat gaaggctgtg ctgaacctta aggacggagt caatgcctgc 420 

attctgccac tgctgcagat cgacagggac tctggcaatc ctcagcccct ggtaaatgcc 48 0 

cagtgcacag atgactatta ccgaggccac agcgctctgc acatcgccat tgagaagagg 540 

agtctgcagt gtgtgaagct cctggtggag aatggggcca atgtgcatgc ccgggcctgc 600 

ggccgcttct tccagaaggg ccaagggact tgcttttatt tcggtgagct acccctctct 660 

ttggccgctt gcaccaagca gtgggatgtg gtaagctacc tcctggagaa cccacaccag 720 

cccgccagcc tgcaggccac tgactcccag ggcaacacag tcctgcatgc cctagtgatg 780 

atctcggaca actcagctga gaacattgca ctggtgacca gcatgtatga tgggctcctc 84 0 

caagctgggg cccgcctctg ccctaccgtg cagcttgagg acatccgcaa cctgcaggat 900 

ctcacgcctc tgaagctggc cgccaaggag ggcaagatcg agattttcag gcacatcctg 960 

cagcgggagt tttcaggact gagccacctt tcccgaaagt tcaccgagtg gtgctatggg 1020 

cctgtccggg tgtcgctgta tgacctggct tctgtggaca gctgtgagga gaactcagtg 108 0 

ctggagatca ttgcctttca ttgcaagagc ccgcaccgac accgaatggt cgttttggag 1140 

cccctgaaca aactgctgca ggcgaaatgg gatctgctca tccccaagtt cttcttaaac 1200 

ttcctgtgta atctgatcta catgttcatc ttcaccgctg ttgcctacca tcagcctacc 1260 

pj ctgaagaagc aggccgcccc tcacctgaaa gcggaggttg gaaactccat gctgctgacg 132 0 

5i ggccacatcc ttatcctgct aggggggatc tacctcctcg tgggccagct gtggtacttc 1380 

3% tggcggcgcc acgtgttcat ctggatctcg ttcatagaca gctactttga aatcctcttc 1440 

C's ctgttccagg ccctgctcac agtggtgtcc caggtgctgt gtttcctggc catcgagtgg 1500 

0^ tacctgcccc tgcttgtgtc tgcgctggtg ctgggctggc tgaacctgct ttactataca 156 0 

cgtggcttcc agcacacagg catctacagt gtcatgatcc agaaggtcat cctgcgggac 162 0 

5J ctgctgcgct tccttctgat ctacttagtc ttccttttcg gcttcgctgt agccctggtg 168 0 

agcctgagcc aggaggcttg gcgccccgaa gctcctacag gccccaatgc cacagagtca 1740 

gtgcagccca tggagggaca ggaggacgag ggcaacgggg cccagtacag gggtatcctg 1800 

f gaagcctcct tggagctctt caaattcacc atcggcatgg gcgagctggc cttccaggag 1860 

cagctgcact tccgcggcat ggtgctgctg ctgctgctgg cctacgtgct gctcacctac 192 0 

M atcctgctgc tcaacatgct catcgccctc atgagcgaga ccgtcaacag tgtcgccact 1980 

^ gacagctgga gcatctggaa gctgcagaaa gccatctctg tcctggagat ggagaatggc 204 0 

IJ1 tattggtggt gcaggaagaa gcagcgggca ggtgtgatgc tgaccgttgg cactaagcca 2100 

M gatggcagcc ccgatgagcg ctggtgcttc agggtggagg aggtgaactg ggcttcatgg 2160 

h& gagcagacgc tgcctacgct gtgtgaggac ccgtcagggg caggtgtccc tcgaactctc 222 0 

gagaaccctg tcctggcttc ccctcccaag gaggatgagg atggtgcctc tgaggaaaac 2280 

tatgtgcccg tccagctcct ccagtccaac tgatggccca gatgcagcag gaggccagag 234 0 

gacagagcag aggatctttc caaccacatc tgctggctct 238 0 

<210> 36 

<211> 764 

<212> PRT 

<213> Homo sapiens 

<400> 36 

Met Thr Ser Pro Ser Ser Ser Pro Val Phe Arg Leu Glu Thr Leu Asp 

15 10 15 

Gly Gly Gin Glu Asp Gly Ser Glu Ala Asp Arg Gly Lys Leu Asp Phe 

20 25 30 

Gly Ser Gly Leu Pro Pro Met Glu Ser Gin Phe Gin Gly Glu Asp Arg 

35 40 45 

Lys Phe Ala Pro Gin lie Arg Val Asn Leu Asn Tyr Arg Lys Gly Thr 
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Gly 


Ala 


Ser 


Gin 


Pro 


Asp 


Pro 


Asn 


Arg 


Phe 


Asp 


Arg 


Asp 


Arg 


Leu 


Phe 




65 










70 










75 










80 




Asn 


Ala 


Val 


Ser 


Arg 


Gly 


Val 


Pro 


Glu 


Asp 


Leu 


Ala 


Gly 


Leu 


Pro 


Glu 












85 










90 










95 






Tyr 


Leu 


Ser 


Lys 


Thr 


Ser 


Lys 


Tyr 


Leu 


Thr 


Asp 


Ser 


Glu 


Tyr 


Thr 


Glu 










100 










105 










110 








Gly 


Ser 


Thr 


Gly 


Lys 


Thr 


Cys 


Leu 


Met 


Lys 


Ala 


Val 


Leu 


Asn 


Leu 


Lys 








115 










120 










125 










Asp 


Gly 


Val 


Asn 


Ala 


Cys 


He 


Leu 


Pro 


Leu 


Leu 


Gin 


He 


Asp 


Arg 


Asp 






130 










135 










140 












Ser 


Gly 


Asn 


Pro 


Gin 


Pro 


Leu 


Val 


Asn 


Ala 


Gin 


Cys 


Thr 


Asp 


Asp 


Tyr 




145 










150 










155 










160 




Tyr 


Arg 


Gly 


His 


Ser 


Ala 


Leu 


His 


He 


Ala 


He 


Glu 


Lys 


Arg 


Ser 


Leu 












165 










170 










175 






Gin 


Cys 


Val 


Lys 


Leu 


Leu 


Val 


Glu 


Asn 


Gly 


Ala 


Asn 


Val 


His 


Ala 


Arg 










180 










185 










190 








Ala 


Cys 


Gly 


Arg 


Phe 


Phe 


Gin 


Lys 


Gly 


Gin 


Gly 


Thr 


Cys 


Phe 


Tyr 


Phe 








195 










200 










205 








is Jj 


Gly 


Glu 


Leu 


Pro 


Leu 


Ser 


Leu 


Ala 


Ala 


Cys 


Thr 


Lys 


Gin 


Trp 


Asp 


Val 


i fa 




210 










215 










220 










%l 


Val 


Ser 


Tyr 


Leu 


Leu 


Glu 


Asn 


Pro 


His 


Gin 


Pro 


Ala 


Ser 


Leu 


Gin 


Ala 




225 










230 










235 










240 




Thr 


Asp 


Ser 


Gin 


Gly 


Asn 


Thr 


Val 


Leu 


His 


Ala 


Leu 


Val 


Met 


He 


Ser 












245 










250 










255 






Asp 


Asn 


Ser 


Ala 


Glu 


Asn 


He 


Ala 


Leu 


Val 


Thr 


Ser 


Met 


Tyr 


Asp 


Gly 










260 










265 










270 








Leu 


Leu 


Gin 


Ala 


Gly 


Ala 


Arg 


Leu 


Cys 


Pro 


Thr 


Val 


Gin 


Leu 


Glu 


Asp 








275 










280 










285 










He 


Arg 


Asn 


Leu 


Gin 


Asp 


Leu 


Thr 


Pro 


Leu 


Lys 


Leu 


Ala 


Ala 


Lys 


Glu 






290 










295 










300 










ii m 

!1 : S 
r 5« ? 


Gly 


Lys 


He 


Glu 


He 


Phe 


Arg 


His 


He 


Leu 


Gin 


Arg 


Glu 


Phe 


Ser 


Gly 


|«J 


305 










310 










315 










320 




Leu 


Ser 


His 


Leu 


Ser 


Arg 


Lys 


Phe 


Thr 


Glu 


Trp 


Cys 


Tyr 


Gly 


Pro 


Val 












325 










330 










335 






Arg 


Val 


Ser 


Leu 


Tyr 


Asp 


Leu 


Ala 


Ser 


Val 


Asp 


Ser 


Cys 


Glu 


Glu 


Asn 










340 










345 










350 








Ser 


Val 


Leu 


Glu 


He 


He 


Ala 


Phe 


His 


Cys 


Lys 


Ser 


Pro 


His 


Arg 


His 








355 










360 










365 










Arg 


Met 


Val 


Val 


Leu 


Glu 


Pro 


Leu 


Asn 


Lys 


Leu 


Leu 


Gin 


Ala 


Lys 


Trp 






370 










375 










380 












Asp 


Leu 


Leu 


He 


Pro 


Lys 


Phe 


Phe 


Leu 


Asn 


Phe 


Leu 


Cys 


Asn 


Leu 


He 




385 










390 










395 










400 




Tyr 


Met 


Phe 


He 


Phe 


Thr 


Ala 


Val 


Ala 


Tyr 


His 


Gin 


Pro 


Thr 


Leu 


Lys 












405 










410 










415 






Lys 


Gin 


Ala 


Ala 


Pro 


His 


Leu 


Lys 


Ala 


Glu 


Val 


Gly 


Asn 


Ser 


Met 


Leu 










420 










425 










430 








Leu 


Thr 


Gly 


His 


He 


Leu 


He 


Leu 


Leu 


Gly 


Gly 


He 


Tyr 


Leu 


Leu 


Val 








435 










440 










445 










Gly 


Gin 


Leu 


Trp 


Tyr 


Phe 


Trp 


Arg 


Arg 


His 


Val 


Phe 


He 


Trp 


He 


Ser 






450 










455 










460 












Phe 


He 


Asp 


Ser 


Tyr 


Phe 


Glu 


He 


Leu 


Phe 


Leu 


Phe 


Gin 


Ala 


Leu 


Leu 
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465 










470 










475 










480 




Thr 


Val 


Val 


Ser 


Gin 
485 


Val 


Leu 


Cys 


Phe 


Leu 
490 


Ala 


He 


Glu 


Trp 


Tyr 
495 


Leu 




Pro 


Leu 


Leu 


Val 


Ser 


Ala 


Leu 


Val 


Leu Gly Trp 


Leu 


Asn 


Leu 


Leu 


Tyr 










500 










505 










510 








Tyr 


Thr 


Arg 


Gly 


Phe 


Gin 


His 


Thr Gly 


He 


Tyr 


Ser 


Val 


Met 


He 


Gin 








515 










520 










525 










Lys 


Val 


He 


Leu 


Arg Asp Leu 


Leu Arg 


Phe 


Leu 


Leu 


He 


Tyr 


Leu 


Val 






530 










535 










540 












Phe 


Leu 


Phe 


Gly 


Phe 


Ala 


Val 


Ala 


Leu 


Val 


Ser 


Leu 


Ser 


Gin 


Glu 


Ala 




545 










550 










555 










560 




Trp 


Arg 


Pro 


Glu 


Ala 


Pro 


Thr 


Gly Pro Asn Ala 


Thr 


Glu 


Ser 


Val 


Gin 












565 










570 










575 






Pro 


Met 


Glu 


Gly 


Gin Glu Asp 


Glu Gly Asn Gly Ala Gin Tyr 


Arg Gly 










580 










585 










590 








lie 


Leu 


Glu 


Ala 


Ser 


Leu 


Glu 


Leu 


Phe 


Lys 


Phe 


Thr 


He 


Gly 


Met Gly 








595 










600 










605 










Glu 


Leu 


Ala 


Phe 


Gin 


Glu 


Gin 


Leu 


His 


Phe 


Arg 


Gly Met Val 


Leu 


Leu 


k?\ 




610 










615 










620 












Leu 


Leu 


Leu 


Ala 


Tyr 


Val 


Leu 


Leu 


Thr 


Tyr 


He 


Leu 


Leu 


Leu 


Asn 


Met 


\ $ 


625 










630 










635 










640 




Leu 


He 


Ala 


Leu 


Met 
645 


Ser 


Glu 


Thr 


Val 


Asn 
650 


Ser 


Val 


Ala 


Thr 


Asp 
655 


Ser 


W 


Trp 


Ser 


He 


Trp 


Lys 


Leu 


Gin 


Lys 


Ala 


He 


Ser 


Val 


Leu 


Glu 


Met 


Glu 


6i 








660 










665 










670 






S ^ ? 


Asn 


Gly 


Tyr 


Trp 


Trp 


Cys 


Arg 


Lys 


Lys 


Gin Arg Ala Gly Val 


Met 


Leu 








675 










680 










685 










Thr 


Val 


Gly 


Thr 


Lys 


Pro Asp 


Gly 


Ser 


Pro 


Asp 


Glu Arg Trp 


Cys 


Phe 


fl 




690 










695 










700 










La, 


Arg 


Val 


Glu 


Glu 


Val 


Asn 


Trp 


Ala 


Ser 


Trp 


Glu 


Gin 


Thr 


Leu 


Pro 


Thr 


yi 


705 










710 










715 










720 




Leu 


Cys 


Glu 


Asp 


Pro 


Ser 


Gly 


Ala Gly Val 


Pro 


Arg 


Thr 


Leu 


Glu 


Asn 












725 










730 










735 






Pro 


Val 


Leu 


Ala 


Ser 


Pro 


Pro 


Lys 


Glu Asp 


Glu Asp Gly Ala 


Ser 


Glu 










740 










745 










750 








Glu 


Asn 


Tyr 


Val 


Pro 


Val 


Gin 


Leu 


Leu 


Gin 


Ser 


Asn 











755 760 



<210> 37 

<211> 21 

<212> DNA 

<213> Homo sapiens 

<400> 37 

ggcgacctgg agttcactga g 21 

<210> 38 

<211> 21 

<212> DNA 

<213> Homo sapiens 
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<400> 38 





gagcaggagg 


atgtaggtga 


g 










<210> 39 














<211> 226 














<212> DNA 














<213> Homo 


sapiens 












<400> 39 














ctgcagcttc 


cagatgttct 


tgctctcctg 


tgcgatcttg 


ttgacagtct 


cacccatgag 




ggcgatgagc 


atgttgagca 


ggaggatgta 


ggtgagaatt 


acataggcca 


gcagcaggat 




gatgaagaca 


gccttgaagt 


r*a 1~ acr f~t c* tr* 


acrfcraanl - rc 1 


acrcrt - ncrccca 


t" cr p ccra 1 - crcr i" 




gaacttgaac 


agctccaggc 


aggtggagta 


caggctgttg 


taggag 






<210> 40 














<211> 226 














<212> DNA 














<213> R. rattus 










B.r! 


<400> 40 














gagaatgttg 


tcggacataa 


ggtgtacaga 


cctcgacaag 


ttcaagtggt 


agccgtaccc 




gctggacctc 


aagtgactct 


tgatgctgaa 


gttccgacag 


aagtagtagg 


acaatgaccg 


(9 


gatacactaa 


gagtggatgt 


acrcraacraccra 


crfc fccrfc accracr 


taaccracracrfc 


acccact ctg 




gcagttgttc 


taacgtgttc 


tctcgttctt 


gtagaccttc 


gacgtc 






<210> 41 












?! 


<211> 145 














<212> DNA 












CI 


<213> Homo 


sapiens 










3 


<220> 














<221> misc_ 


feature 










?' - 


<222> (1) . 


. (145) 












<223> n = A,T,C or G 












<400> 41 














aagacctcag 


cgtcctctgg 


cttcagagac 


cctgnaaaac 


tgtcgcagat 


aaacttcctc 




gggctgagca 


nactgcctat 


ctcgagcact 


tgcctctctt 


aaaaggggga 


ccagggcaaa 




gttcttccag 


tgtctgcctg 


aaact 









21 



60 
120 
180 
226 



60 
120 
180 
226 



60 
120 
145 



<210> 42 

<211> 144 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> misc_feature 
<222> (1) . . . (144) 
<223> n = A,T,C or G 

<400> 42 
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tcaaagtccg tctgtgacct tcttgaaacg ggaccagggg gaaaattctc tccgttcang 6 0 

agctntatcc gtcagacgag tcgggctcct tcaaatagac gctgtcaaaa gtcccagaga 12 0 

tttcggtctc ctgcgactcc agaa 144 

<210> 43 

<211> 219 

<212> DNA 

<213> Homo sapiens 

<400> 43 

cccactccaa aaggacacct gcccagaccc cctggatgga gaccctaact ccaggccacc 6 0 

tccagccaag ccccagctct ccacggccaa gagccgcacc cggctctttg ggaagggtga 120 

ctcggaggag gctttcccgg tggattgccc tcacgaggaa ggtgagctgg actcctgccc 180 

gaccatcaca gtcagccctg ttatcaccat ccagaggcc 219 

<210> 44 
<211> 219 
M <212> DNA 

<213> R. rattus 



m 



<400> 44 

cccaccccaa gagaactcct gcctggaccc tccagacaga gaccctaact gcaagccacc 60 

tccagtcaag ccccacatct tcactaccag gagtcgtacc cggctttttg ggaagggtga 12 0 

ctcggaggag gcctctcccc tggactgccc ttatgaggaa ggcgggctgg cttcctgccc 180 

tatcatcact gtcagctctg ttctaactat ccagaggcc 219 

<210> 45 
<211> 91 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> VARIANT 

<222> (1) . . . (91) 

<223> Xaa = Any Amino Acid 

<400> 45 

Met Lys Lys Trp Ser Ser Thr Asp Leu Gly Ala Ala Ala Asp Pro Leu 

15 10 15 

Gin Lys Asp Thr Cys Pro Asp Pro Leu Asp Gly Asp Pro Asn Ser Arg 

20 25 30 

Pro Pro Pro Ala Lys Pro Gin Leu Ser Thr Ala Lys Ser Arg Thr Arg 

35 40 45 

Leu Phe Gly Lys Gly Asp Ser Glu Glu Ala Phe Pro Val Asp Cys Pro 

50 55 60 

His Glu Glu Gly Glu Leu Asp Ser Cys Pro Thr lie Thr Val Ser Pro 
65 70 75 80 

Val lie Thr lie Gin Arg Pro Arg Xaa Arg Pro 
85 90 



<210> 46 
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<211> 91 
<212> PRT 
<213> R. rattus 



<400> 46 

Met Glu Gin Arg Ala Ser Leu Asp Ser Glu Glu Ser Glu Ser Pro Pro 

15 10 15 

Gin Glu Asn Ser Cys Leu Asp Pro Pro Asp Arg Asp Pro Asn Cys Lys 

20 25 30 

Pro Pro Pro Val Lys Pro His lie Phe Thr Thr Arg Ser Arg Thr Arg 

35 40 45 

Leu Phe Gly Lys Gly Asp Ser Glu Glu Ala Ser Pro Leu Asp Cys Pro 

50 55 60 

Tyr Glu Glu Gly Gly Leu Ala Ser Cys Pro lie lie Thr Val Ser Ser 
65 70 75 80 

Val Leu Thr lie Gin Arg Pro Gly Asp Gly Pro 
85 90 

<210> 47 

<211> 24 

<212> DNA 

<213> Homo sapiens 

<400> 47 

agaaatggag cagcacagac ttgg 

<210> 48 

<211> 23 

<212> DNA 

<213> Homo sapiens 



<400> 48 

tcacttctcc ccggaagcgg cag 



